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FIGURE S1. Quality scores across all sequenced bases created by the Galaxyweb server. The file containing sequencing data was uploaded onto https://usegalaxy.org/ and the FASTQ groomer was run to convert the FASTQ file to standard format. FastQC Read Quality reports were produced which includes per base sequence quality, per sequence quality scores, per base sequence content and sequence length distribution. Here, only per base sequence quality is shown as a BoxWhisker type plot to indicate the average quality score at each position across all reads. In the graph, the x-axis shows the position in the sequencing read and the y-axis shows the quality scores of the corresponding positions. The higher the score the better the base call. The background of the graph divides the y axis into calls of very good quality (green), calls of reasonable quality (orange), and calls of poor quality (red). The yellow box represents the interquartile range (25-75%) and the central red line represents the median value of the quality score.
The upper and lower whiskers represent the 10% and 90% points of the quality scores, respectively. The blue line represents the mean quality. 
